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Reviewer Comments to Author: 

I thank the authors for their careful consideration of the reviewer comments from the previous 

submission. I also commend the authors for the engineering efforts put into Refgenie. 

I believe that all the major issues raised in the previous reviews have been addressed in the manuscript 

and the software, and am therefore happy to recommend this manuscript for publication. 

The additional material regarding asset provenance is welcome, and I encourage the authors to consider 

some kind of "signing" mechanism (e.g. crypto based) to identify the source of the asset. The current 

mechanisms in the paper appear to solve the issue of telling different assets apart, however there still 

seems to be room for a malicious agent to provide untrustworthy data to be shared. If Refgenie 

becomes popular then it will likely become a more interesting target for such activity (unfortunately). 

I think it might be too strong to say "Refgenie fills a niche for which, to our knowledge, there is no other 

competing software." I think there _are_ competing systems (the ones you mention in the paper). They 

may not be as feature-complete, but they are addressing broadly similar concerns, and therefore 

competing. Maybe this can be rephrased? 

One detail that I am still not sure about is local building of assets. In the author's response it says that 

"The build process runs on the user's computer locally, so it uses whatever versions are available in the 

user's PATH". What happens if the asset depends on the version of the tool that was applied? For 

example, a tool (such as BWA) changes how indexes work between versions, and old indexes only work 

with old versions. Relying on building assets on the local machine seems like it might be fraught with 

version-compatibility issues? 

Some minor suggestions for the final publication: 

Fig 2 (should that be Table 2?): I would recommend removing "GB" from next to each of the numbers, 

and instead, put "(GB)" next to the respective column titles. It might also be best to align the numbers to 

the left of the columns, rather than the centre, to make it easier to read. Also, a peak memory usage of 

0GB seems unusual. Surely some non zero amount of memory is needed? Perhaps this is rounded down, 

but maybe there is another way to show low memory usage (eg <1GB). 

Page 4: I suggest changing "config file" with "configuration file". 

Fig 5 (should that be Table X?): Perhaps do not focus on a "python" (should be "Python") API. It probably 

doesn't matter too much which language is used for the API, but is more significant that a programming 

API is available at all. Sure, Python is popular in bioniformatics, but other languages would equally be 

useful. So maybe just say "API". 
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